Supplementary Materials and Methods
GISTIC algorithm
In cBioPortal, the Genomic Identification of Significant Targets in Cancer (GISTIC) algorithm was used to determine the copy number status of each gene in each sample [1, 2] . The GISTIC takes segmented copy number ratios as input, separates chromosome arm-level events from focal events, and then performs two tests: (i) it identifies significantly amplified/deleted chromosome arms; and (ii) it identifies regions that are significantly focally amplified or deleted. Each aberration is assigned a G-score that considers the amplitude of the aberration as well as the frequency of its occurrence across samples. False-discovery rate q-values are then calculated for the aberrant regions, and regions with q-values below a user-defined threshold are considered significant. The putative copy number level is obtained by applying both low-and high-level thresholds to the gene copy levels of all the samples. The entries with value +/-2 exceed the high-level thresholds for amplifications/deletions, and those with +/-1 exceed the low-level thresholds but not the high-level thresholds.
Multivariate survival analysis
A Cox proportional hazard model was used for multivariate analysis, and hazard ratio (HR) was calculated according to the cut-off value of a 95% confidence interval (CI). 
